ABSTRACT Ureibacillus thermosphaericus A1 was isolated from compost collected in Munakata City, Fukuoka Prefecture, Japan. Here, we report the first complete genome sequence of U. thermosphaericus. The complete genome of this strain consists of 3,488,104 bp with a GC content of 36.3% and comprises 3,362 predicted coding sequences.
M
embers of the genus Ureibacillus are Gram-negative thermophilic spore-forming bacteria (1) . This genus was propounded from the Bacillus thermosphaericus cluster based on its phenotypic, chemosystematic, and phylogenetic properties (1) . Six species have been reported to date. We previously isolated Ureibacillus thermosphaericus A1 (strain number NBRC 108682) from compost collected in Munakata City, Fukuoka Prefecture, Japan (2). This strain grows at temperatures ranging from 37°C to 55°C and exhibits rapid growth at 50°C. The bacteria produce industrially important enzymes, such as amino acid dehydrogenase (2), catalase (3), and esterase (4). Moreover, U. thermosphaericus was recently used as a biocatalyst for degradation of lignocellulosic biomass, which is useful for production of second-generation biofuels (5, 6) . For future in-depth genomic studies and industrial applications of this bacterium, U. thermosphaericus A1 was subjected to genome sequencing.
A sample was prepared for genome sequencing by growing U. thermosphaericus A1 aerobically overnight at 50°C in nutrient broth (Kyokuto). The genomic DNA was then extracted from the cultures and purified using an Illustra bacteria genomicPrep minispin kit (GE Healthcare) according to the manufacturer's instructions. The concentration and purity of the genomic DNA were measured using a NanoDrop ND-1000 spectrophotometer (Thermo Fisher Scientific) and a Quant-iT double-stranded DNA (dsDNA) broad range (BR) assay kit (Invitrogen). After fragmentation of the genomic DNA (31.5 g) into pieces of approximately 20 kb using g-TUBE (Covaris), the resulting fragments were ligated to SMRTbell sequencing adapters using a SMRTbell template prep kit 1.0 (Pacific Biosciences), yielding SMRTbell libraries. The library size was measured using Agilent 2200 TapeStation (Agilent Technologies). The SMRTbell libraries were then bound to polymerases and sequencing primers using a DNA/polymerase binding kit P6 version 2 (Pacific Biosciences), yielding the sequencing templates. The concentrations of the sequencing templates were calculated using Binding Calculator version 2.3.1.1 (Pacific Biosciences), after which the templates were bound to MagBeads using a MagBead kit (Pacific Biosciences) and loaded onto SMRT Cells 8Pac version 3 (Pacific Biosciences). Sequencing was then performed using PacBio RS II (Pacific Biosciences).
The raw data included 99,029 reads with 407ϫ coverage and were assembled de novo using SMRT Analysis version 2.3.0 (Pacific Biosciences) (7) to filter the subreads.
The genome sequence was 3,488,104 bp, and the GC content was 36.3%. Genome annotation was performed using CRITICA (8) and Glimmer2 (9) , and 3,362 predicted coding sequences were identified. In addition, 83 tRNA genes and 18 rRNA genes were detected using tRNAScan-SE (10) and BLASTN (11), respectively. Accession number(s). The complete genome sequence of U. thermosphaericus A1 has been deposited in DDBJ/EMBL/GenBank under the accession number AP018335.
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